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Sialyllactose, 391 
Sialyltransferases, 389, 398 
Sickelpod, 922 
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Sigma factors, 444, 700 
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Silver-reducing microorganisms, 
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Simian virus 40 (SV40) 
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Sindbis virus, 767 
Single-stranded RNA (ssRNA), 
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Sin protein, 453 

Sinusitis, 90, 107 

Site-directed mutagenesis, 36, 
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Skin infection 
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SMV 
See Soybean mosaic virus 
snRNA 
nuclear transport of, 176-78 
Snyder, M., 231-55 
Soil-borne disease 
biological control of, 917-19 
Solar irradiation 
chemical pollutants and, 721 
Sorption, 727-28 
SOS response, 470-71 
adaptive mutation and, 496 
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coli and, 208, 216, 219 
Soybean mosaic virus (SMV) 
transgenic plants and, 746 
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SPAI protein, 240 
SPBs 
See Spindle pole bodies 
Spindle pole bodies (SPBs), 
233-36, 239-41 
duplication of, 245-46 
Spiramycin, 903 
structure of, 877 
Spirulina platentis, 284 
Spontaneous mutation 
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nonlethal selection and, 474 
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Spo0A transcription regulator, 
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Spore-associated proteins (saps), 
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genes encoding, 699-700 
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plant disease control and, 915 
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chitin synthesis during 
genetics of, 522-24 
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transition state and, 451-54 
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See Single-stranded RNA 
St. Louis encephalitis, 120 
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genetic transfer in, 664 
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herbicidal inhibitor of, 62 
Staurosporine, 67, 77 
STE6 protein, 309 
Strangler vine, 922 
Streptococcus, 18, 540-51 
electroporation and, 666 
Streptococcus lactis, 540 
Streptococcus mutans 
physical/genetic maps of, 671 
Streptococcus pneumoniae 
nasopharyngeal colonization 
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pathogenicity of , 89-108 
autolysin and, 100-2 
hyaluronidase and, 104 
IgA1 protease and, 105 
neuraminidase and, 98-100 
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surface proteins and, 102-4 
vaccine development and, 
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genes encoding, 699-700 
sporulation septation in, 688 
Streptomyces coelicolor A3, 660 
actinorhodin of, 880 
Streptomyces coeruleorubidus , 
8 


Streptomyces curacoi 
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griseochromogenes, 
Streptomyces griseus 
developmental mutants in, 
689 
differentiation in 
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Streptomyces nigrescens, 73 
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daunorubicin pathway in, 888 
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Streptosporangium 
whiG homologue of, 701 
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bacterial responses to, 154-55 
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agroactive metabolite of, 61 
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structure of, 70 
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antagonists of, 78 
Substrate adhesion 
sialic acids and, 400 
Subtilin, 536, 540, 544, 548 
antimicrobial effects of 
mechanisms of, 554 
as model for lantibiotic muta- 
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structure of, 541 
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Sucrase, 395 
Sucrose a-glucohydrolase, 639 
Suicide genes 
bacterial containment and, 
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Suicide systems 
biological containment of bac- 
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Sulfate permeases 
genes encoding, 34-35 
Sulfate-reducing bacteria 
acetate dehydrogenation in, 
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proton translocation in, 22 
sulfate transport in, 21-22 
Sulfate reduction 
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characteristics of, 13-15 


Sulfur cycle 
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Sulfur regulation 
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Sulfur regulatory circuit 
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molecular model for, 33 
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See Transverse alternating 
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Takle, G. B., 385-405 
Tanaka, Y., 57-79 
TAP transporter, 309 
Tautomycin 
pharmacological activity of, 77 
structure of, 74 
Taxol, 544 
TCA cycle 
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Telophase, 232 
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Tetracenomycin C, 704 
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structure of, 881 
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aerobic degradation of, 71 
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Thermococcus celer, 632 
physical/genetic maps of, 671 
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carbon metabolism in, 635 
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ferredoxin of, 643 
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Thiobacillus ferrooxidans, 268 
69, 283, 354 
bioleaching and, 722 
Thiobacillus plumbophilus, 354 
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Thiodictyon 
gas vesicles of, 13 
Thiodictyon elegans, 14 
Thiol proteases, 823, 825-27 
Thiopedia rosea, 14, 22 
Thiospirillum jenense, 8-11 
Thiosulfate, 354 
Thysanone, 876 
structure of, 877 
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plant disease control and, 915 
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See Tobacco mild green mo- 
saic virus 
TMV 
See Tobacco mosaic virus 
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transgenic plants and, 745-46 
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